S4 Fig. MS/MS shotgun analyses of trs33∆, trs65∆ and the double mutant strains. Parallel S-agarose affinity purifications of TRAPP complexes from wild-type and indicated mutant cells were carried out using Trs120-S (TRAPPII) and Bet5-S (all TRAPPs). Proteins eluted from the S-agarose resin were analyzed by shotgun MS/MS. For each mutant condition, the PSM scores obtained as in Fig 5 were plotted as bar diagrams relative to the corresponding scores in the wild-type, which were set as 100%. Diagrams on the right represent the schematic composition of TRAPP complexes. (A) Bet5-S and Trs120-S in trs33∆ cells. (Note that this plots are the same as those displayed in Fig. 5B , and are additionally shown here for convenience, to facilitate comparison with those shown in panels B and C.) (B) Bet5-S and Trs120-S in trs65∆ cells. (C) Bet5-S and Trs120-S in trs33∆ trs65∆ cells rescued with rab1* and rab11*.
Bet3
Bet5 Trs23 Trs120  Trs130  Trs65  Tca17  Trs33  Trs23  Trs31  Trs20  Bet3  Bet5  Trs85  TRAPPC11  TRAPPC12  TRAPPC13   Tca17   Trs120  Trs130   Trs65   Bet3   Bet5 Trs23  Bet3   Trs31   Trs20   Bet3   Bet5 Trs23  Bet3   Trs31   Trs20   Trs8 5   core hetero-hexamer   TRAPPII subcomplex   Trs120  Trs130  Trs65  Tca17  Trs33  Trs23  Trs31  Trs20  Bet3  Bet5  Trs85  TRAPPC11  TRAPPC12  TRAPPC13   TRAPPII  specific  core TRAPP   TRAPPIII Trs120  Trs130  Trs65  Tca17  Trs33  Trs23  Trs31  Trs20  Bet3  Bet5  Trs85  TRAPPC11  TRAPPC12  TRAPPC13   core TRAPP  TRAPPIII trs33D trs65D (rab1* rab11*)
Bet5 Trs23 Trs120  Trs130  Trs65  Tca17  Trs33  Trs23  Trs31  Trs20  Bet3 Bet5 trs33D trs65D (rab1* rab11*) Trs120-S core TRAPP +
